Kurylo 3 SUPPLEMENTARY FIGURE S3. A sequence comparison of MRE600 and K12 1 tRNAs that carry charged amino acids. Pairwise sequence alignments were performed using the MUSCLE algorithm (Edgar 2004 ) and visualized using the Sequence Demarcation Tool Version 1.2 (Muhire, et al. 2014 ).
tRNAs are labelled using the format: "organism_amino acid_anticodon." 1 From GOLD Analysis Project ID: Ga0021515.
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SUPPLEMENTARY TABLES:
SUPPLEMENTARY TABLE S1. Comparing the ribosomal protein gene content of MRE600 to K12
1 . All annotated ribosomal protein genes in K12 were identified in MRE600 with 100% amino acid sequence identity, with the exception of S2 and L15. S2 has a D127E substitution, while L15 has a V77I substitution. 
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